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SEQUENCE LISTING 




<110> UEMURA, Hidetoshi 
OKU I, Akira 
KOMINAMI , Katsuya 
YAMAGUCHI , Nozomi 
MITSUI , Shinichi 



<120> 

<130> 

<140> 
<141> 

<150> 
<151> 

<160> 

<170> 

<210> 
<211> 
<212> 
<213> 

<220> 
<221> 
<222> 
<223> 



NOVEL SERINE PROTEASE BSSP6 

UEMURA=4 

09/856, 320 
2001-05-21 

JP 10-347802 
1998-11-20 

41 

Patentln version 3.1 
1 

1301 
DNA 

Homo sapiens 



CDS 
(113) 



(958) 



<220> 

<221> mat_pepticie 

<222> (272) . . () 
<223> 



<400> 1 

ctgccttgct ccacacctgg tcaggggaga gaggggagga aagccaaggg aagggaccta 60 

actgaaaaca aacaagctgg gagaagcagg aatctgcgct cgggttccgc ag atg cag 118 

Met Gin 



agg ttg agg tgg ctg egg gac tgg aag tea teg ggc aga ggt etc aca 

Arg Leu Arg Trp Leu Arg Asp Trp Lys Ser Ser Gly Arg Gly Leu Thr 
-50 -45 -40 

gca gee aag gaa cct ggg gee cgc tec tec ccc etc cag gee atg agg 

Ala Ala Lys Glu Pro Gly Ala Arg Ser Ser Pro Leu Gin Ala Met Ara 

" 35 "30 -25 -20 

att ctg cag tta ate ctg ctt get ctg gca" aca ggg ctt gta ggg gga 

He Leu Gin Leu He Leu Leu Ala Leu Ala Thr Gly Leu Val Glv Glv 

-15 -10 -5 

gag ace agg^atc ate aag ggg ttc gag tgc aag cct cac tec cag ccc 

Glu Thr Arg He He Lys Gly Phe Glu Cys Lys Pro His Ser Gin Pro 
- 1 1 5 10 

tgg cag gca gec ctg ttc gag aag acg egg eta etc tgt ggg gcg acg 



166 



214 



262 



310 



358 
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Trp Gin Ala Ala Leu Phe Glu Lys Thr Arg Leu Leu Cys Gly Ala Thr 
15 20 25 

etc ate gee ccc aga tgg etc ctg aca gca gee cac tgc etc aag ccc 406 
Leu He Ala Pro Arg Trp Leu Leu Thr Ala Ala His Cys Leu Lys Pro 
30 35 40 45 

cgc tac ata gtt cac ctg ggg cag cac aac etc cag aag gag gag ggc 454 
Arg Tyr He Val His Leu Gly Gin His Asn Leu Gin Lys Glu Glu Gly 
50 55 60 

tgt gag cag acc egg aca gec act gag tec ttc ccc cac ccc ggc ttc 502 
Cys Glu Gin Thr Arg Thr Ala Thr Glu Ser Phe Pro His Pro Gly Phe 
65 70 75 

aac aac age etc ccc aac aaa gac cac cgc aat gac ate atg ctg gtg 550 
Asn Asn Ser Leu Pro Asn Lys Asp His Arg Asn Asp He Met Leu Val 
80 85 90 

aag atg gca teg cca gtc tec ate acc tgg get gtg cga ccc etc acc 598 
Lys Met Ala Ser Pro Val Ser lie Thr Trp Ala Val Arg Pro Leu Thr 
95 100 105 

etc tec tea cgc tgt gtc act get ggc acc age tgc etc att tec ggc 64 6 

Leu Ser Ser Arg Cys Val Thr Ala Gly Thr Ser Cys Leu He Ser Gly 
HO 115 120 125 

tgg ggc age acg tec age ccc cag tta cgc ctg cct cac acc ttg cga 694 
Trp Gly Ser Thr Ser Ser Pro Gin Leu Arg Leu Pro His Thr Leu Arg 
130 135 140 

tgc gcc. aac ate acc ate att gag cac cag aag tgt gag aac gee tac 742 
Cys Ala Asn He Thr He He Glu His Gin Lys Cys Glu Asn Ala Tyr 
145 150 155 

ccc ggc aac ate aca gac acc atg gtg tgt gcc age gtg cag gaa ggg 7 90 

Pro Gly Asn He Thr Asp Thr Met Val Cys Ala Ser Val Gin Glu Gly 
160 165 170 

ggc aag gac tec tgc cag ggt gac tec ggg ggc cct ctg gtc tgt aac 838 
Gly Lys Asp Ser Cys Gin Gly Asp Ser Gly Gly Pro Leu Val Cys Asn 
175 180 . 185 

cag tctctt caa ggc att ate tec tgg ggc cag gat ccg tgt gcg ate 886 
Gin Ser Leu Gin Gly He He Ser Trp Gly Gin Asp Pro Cys Ala He 
!90 195 200 205 

acc cga aag cct ggt gtc tac acg aaa gtc tgc aaa tat gtg gac tgg 934 
Thr Arg Lys Pro Gly Val Tyr Thr Lys Val Cys Lys Tyr Val Asp Trp 
210 215 220 



ate cag gag acg atg aag aac aat )tagactggac ccacccacca cagcccatca 
He Gin Glu Thr Met Lys Asn Asn/ 
225 



988 



ccctccattt ccacttggtg tttggttcct gttcact ctg . ttaataagaa accctaagcc 1048 

aagaccctct acgaacattc tttgggcctc ctggactaca ggagatgctg tcacttaata 1108 

atcaacctgg ggttcgaaat cagtgagacc tggattcaaa ttctgccttg aaatattgtg 1168 

actctgggaa tgacaacacc tggtttgttc tctgttgtat ccccagcccc aaagacagct 1228 
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cctggccata tatcaaggtt tcaataaata tttgctaaat gaaaaaaaaa aaaaaaaaaa 1288 
aaaaaaaaaa aaa * 1301 

<210> 2 

<211> 282 

<212> PRT 

<213> Homo sapiens 

<400> 2 

f U Met Gin Arg Leu Arg Trp Leu Arg Asp Trp Lys Ser Ser Gly Arq Glv 
W -50 -45 -40 

Leu Thr Ala Ala Lys Glu Pro Gly- Ala Arg Ser Ser Pro Leu Gin Ala 
"35 -30 -25 

Met Arg lie Leu Gin Leu lie Leu Leu Ala Leu Ala Thr Gly Leu Val 
"20 -15 -10 * 

Gly Gly Glu Thr Arg(j^ He Lys Gly Phe Glu Cys Lys Pro His Ser 
~ 5 -11 5 10 

7 

Gin Pro Trp Gin Ala Ala Leu Phe Glu Lys Thr Arg Leu Leu Cvs Glv 
15 20 25 

Ala Thr Leu He Ala Pro Arg Trp Leu Leu Thr Ala Ala His Cys Leu 
30 35 40 

r 

Lys Pro Arg Tyr He Val His Leu Gly Gin/His Asn Leu Gin Lys Glu 
45 50 1, 55 

Glu Gly Cys Glu Gin Thr Arg Thr Ala Thr Glu Ser Phe Pro His Pro 
60 65 70 75 

Gly Phe Asn Asn Ser Leu Pro Asn Lys Asp His Arg Asn Asp He Met 
80 85 90 

Leu Val Lys Met Ala Ser Pro Val Ser He Thr Trp Ala Val Arg Pro 
95 100 105 

Leu Thr Leu Ser Ser Arg Cys Val Thr Ala Gly Thr Ser Cys Leu He 
HO 115 120 

Ser Gly Trp Gly Ser Thr Ser Ser Pro Gin Leu Arg Leu Pro His Thr 
125 130 135 

Leu Arg Cys Ala Asn He Thr He He Glu His Gin Lys Cys Glu Asn 
140 145 150 155 
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Ala Tyr Pro Gly Asn He Thr Asp Thr Met Val Cys Ala Ser Val Gin 
160 165 170 



Glu Gly Gly Lys Asp 
175 



Ser Cys Gin Gly Asp Ser Gly Gly Pro Leu Val 
180 185 



Cys Asn Gin Ser Leu Gin Gly He He Ser Trp Gly Gin Asp Pro Cys 
190 195 200 

Ala He Thr Arg Lys Pro Gly Val Tyr Thr Lys Val Cys Lys Tyr Val 
205 210 215 



Asp Trp He Gin Glu Thr Met Lys Asn Asn 



220 



<210> 3 

<211> 1323 

<212> DNA 

<213> Mus sp. 



225 




<220> 

<221> CDS 

<222> (103) . . (930) 

<223> 



<220> 

<221> mat_peptide 
<222> (244) . . { ) 
<223> 



<400> 3 

ccacatctga ctagggaagt aaggcgaagg aggcccatgg aagaaaaatc taaatgaaaa 60 

cataagctag gagaactgag gcttcaaacc tgaagctatc ta atg agg agg ctg 114 

Met Arg Arg Leu 
-45 

aag agt gac tgg aaa tta tct aca gaa acc agg gaa cct ggc gcc cgc 162 
Lys Ser Asp Trp Lys Leu Ser Thr Glu Thr Arg Glu Pro Gly Ala Arg 
-40 -35 -30 

cct gcc eta etc cag gcc agg atg att etc cga etc att gca ctt get 210 
Pro Ala Leu Leu Gin Ala Arg Met lie Leu Arg Leu He Ala Leu Ala 
-25 -20 -is 

ctg gta aca ggg cac gta ggg gga gag acg agg ate ate aag ggt tat 258 
Leu Val Thr Gly His Val Gly Gly Glu Thr Arg He He Lys Gly Tyr 
-10 -5 -11 5 

gag tgc agg cct cac tea cag cca tgg cag gtg gcc etc ttt cag aag 306 
Glu Cys Arg Pro His Ser Gin Pro Trp Gin Val Ala Leu Phe Gin Lys 
10 15 20 

aca egg ctt etc tgt ggg gca acc etc ate gcc ccc aaa tgg etc ctg 354 
Thr Arg Leu Leu Cys Gly Ala Thr Leu He Ala Pro Lys Trp Leu Leu 
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25 30 35 

aca gca gcc cac tgc cgc aag ccc cat tac gtg ate etc ctt gga gag . 402 

Thr Ala Ala His Cys Arg Lys Pro His Tyr Val lie Leu Leu Gly Glu 
40 45 50 

cac aat eta gag aag aca gac ggc tgt gag cag agg egg atg gcc act 450 
His Asn Leu Glu Lys Thr Asp Gly Cys Glu Gin Arg Arg Met Ala Thr 
55 60 65 

gag tec ttc ccc cac ccc gac ttc aac aac age etc ccc aac aaa gac 4 98 

Glu Ser Phe Pro His Pro Asp Phe Asn Asn Ser Leu Pro Asn Lys Asp 

70 75 80 85 

cac egg aat gac ata atg ctt gtg aag atg teg tct ccc gtc ttc ttt 546 

His Arg Asn Asp lie Met Leu Val Lys Met Ser Ser Pro Val Phe Phe 
90 95 100 

ace cga get gtg cag cca etc ace ctg tec cca cac tgt gtc get gca 594 

Thr Arg Ala Val Gin Pro Leu Thr Leu Ser Pro His Cys Val Ala Ala 
105 110 115 

ggc ace age tgc etc att tct gga tgg ggc ace acg tec age ccc cag 642 

Gly Thr Ser Cys Leu He Ser Gly Trp Gly Thr Thr Ser Ser Pro Gin 
120 125 130 

ttg cgc ctg cct cat tec ttg cga tgt gcc aat gtc tec ate ate gaa 690 

Leu Arg Leu Pro His Ser Leu Arg Cys Ala Asn Val Ser He He Glu 
135 140 145 

cac aag gag tgt gag aag gcc tac ccg ggc aac ate aca gac ace atg 738 

His Lys Glu Cys Glu Lys Ala Tyr Pro Gly Asn He Thr Asp Thr Met 

150 155 160 165 

ctg tgc gcc agt gtt egg aaa gag ggc aag gac tec tgt cag ggt gac 786 

Leu Cys Ala Ser Val Arg Lys Glu Gly Lys Asp Ser Cys Gin Gly Asp 
170 175 180 

tct gga ggc ccc ctg gtc tgc aac gga tct ctt caa ggc ate ate tec 834 

Ser Gly Gly Pro Leu Val Cys Asn Gly Ser Leu Gin Gly lie lie Ser 
185 190 195 

tgg ggt cag gac cca tgt gcc gtc ace aga aag cct ggt gtc tat aca 882 

Trp Gly Gin Asp Pro Cys Ala Val Thr Arg Lys Pro Gly Val Tyr Thr 
200 205 210 

aaa gtc tgc aaa tac ttt aac tgg ate cac gag gtt atg agg aac aat 930 

Lys Val Cys Lys Tyr Phe Asn Trp He His Glu Val Met Arg Asn Asn 
215 220 225 



tagaggggac 


ctgcttccca 


ccacccaacc 


cctccaacct 


cttcttaatg 


ctttgacttc 


990 


tcttcattct 


gecctaagaa 


gtcctcagct 


gggaccctgg 


catgtactct 


ctccgaccca 


1050 


ccatgagtat 


agtataggga 


tgctctaact 


tgatgatcga 


cctggggcct 


ggaatcaaat 


1110 


cctgacttga 


actaaattgt 


gactctggac 


atgatcacca 


ctggttttgt 


ttgtttggtt 


1170 


gttttttgtt 


ttgttttgtt 


ttgttcccag 


ctttgaagac 


agtccctggc 


atatcccagg 


1230 


gtttcaataa 


atatttgtta 


aatgataaaa 


aaaaaaaaaa 


aaaaaaaaaa 


aaaaaaaaaa 


1290 


aaaaaaaaaa 


aaaaaaaaaa 


aaaaaaaaaa 


aaa 






1323 
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<210> 4 

<211> 276 

<212> PRT 

<213> Mus sp. 

<400> 4 

Met Arg Arg Leu Lys Ser Asp Trp Lys Leu Ser Thr Glu Thr Arg Glu 
-45 -40 -35 

Pro Gly Ala Arg Pro Ala Leu Leu Gin Ala Arg Met He Leu Arq Leu 
"30 -25 -20 

He Ala Leu Ala Leu Val Thr Gly His Val Gly Gly Glu Thr Arg He 
-15 -10 -5 -11 

He Lys Gly Tyr Glu Cys Arg Pro His Ser Gin Pro Trp Gin Val Ala 
5 10 15 

Leu Phe Gin Lys Thr Arg Leu Leu Cys Gly Ala Thr Leu He Ala Pro 
20 25 30 

Lys Trp Leu Leu Thr Ala Ala His Cys Arg Lys Pro His Tyr Val He 
35 40 45 

Leu Leu Gly Glu His Asn Leu Glu Lys Thr Asp Gly Cys Glu Gin Arg 
50 55 60 65 

Arg Met Ala Thr Glu Ser Phe Pro His Pro Asp Phe Asn Asn Ser Leu 
70 75 80 

Pro Asn Lys Asp His Arg Asn Asp He Met Leu Val Lys Met Ser Ser 
85 90 95 

Pro Val Phe Phe Thr Arg Ala Val Gin Pro Leu Thr Leu Ser Pro His 
' 100 105 HO 

Cys Val Ala Ala Gly Thr Ser Cys Leu lie Ser Gly Trp Gly Thr Thr 
115 120 125 

Ser Ser Pro Gin Leu Arg Leu Pro His Ser Leu Arg Cys Ala Asn Val 
130 135 140 145 

Ser He lie Glu His Lys Glu Cys Glu Lys Ala Tyr Pro Gly Asn He 
150 . 155 160 

Thr Asp Thr Met Leu Cys Ala Ser Val Arg Lys Glu Gly Lys Asp Ser 
165 170 175 
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Cys Gin Gly Asp Ser Gly Gly Pro Leu Val Cys Asn Gly Ser Leu Gin 
180 185 190 

Gly He He Ser Trp Gly Gin Asp Pro Cys Ala Val Thr Arg Lys Pro 
195 200 205 

Gly Val Tyr Thr Lys Val Cys Lys Tyr Phe Asn Trp He His Glu Val 
21° 215 220 225 

Met Arg Asn Asn 



<210> 5 

<211> 934 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (51) . . (875) 

<223> 



<220> 

<221> mat_peptide 

<222> (114) . . () 
<223> 



<400> 5 

actgggactc aagagaggaa cctggggccc gctcctcccc cctccaggcc atg agg 

Met Arg 
-20 

att ctg cag tta ate ctg ctt get ctg gca aca ggg ctt gta ggg gga 
He Leu Gin Leu He Leu Leu Ala Leu Ala Thr Gly Leu Val Gly Gly 
-15 -10 -5 

gag acc agg ate ate aag ggg ttc gag tgc aag cct cac tec cag ccc 
Glu Thr Arg He He Lys Gly Phe Glu Cys Lys Pro His Ser Gin Pro 
-11.5 10 

tgg cag gca gec ctg ttc gag aag acg egg eta etc tgt ggg gcg acg 
Trp Gin Ala Ala Leu Phe Glu Lys Thr Arg Leu Leu Cys Gly Ala Thr 
15 20 25 

etc ate gee ccc aga tgg etc ctg aca gca gec cac tgc etc aag ccg 
Leu lie Ala Pro Arg Trp Leu Leu Thr Ala Ala His Cys Leu Lys Pro 
30 35 40 45 

tgg gtg tea etc acc tct ccc acc cat gtc tec ccc gac ctt tec tec 
Trp Val Ser Leu Thr Ser Pro Thr His Val Ser Pro Asp Leu Ser Ser 
50 55 60 

tec aac tac tgt etc tec cac etc age cgc tac ata gtt cac ctg ggg 
Ser Asn Tyr Cys Leu Ser His Leu Ser Arg Tyr He Val His. Leu Gly 
65 70 75 
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cag cac aac etc cag aag gag gag ggc tgt gag cag acc egg aca gec 
Gin His Asn Leu Gin Lys Glu Glu Gly Cys Glu Gin Thr Arg Thr Ala 
80 85 90 



392 



act gag tec ttc ccc cac ccc ggc ttc aac aac age etc ccc aac aaa 
Thr Glu Ser Phe Pro His Pro Gly Phe Asn Asn Ser Leu Pro Asn Lys 
95 100 105 



440 



gac cac cgc aat gac ate atg ctg gtg aag atg gca teg cca gtc tec 488 

Asp His Arg Asn Asp lie Met Leu Val Lys Met Ala Ser Pro Val Ser 

110 115 120 125 

ate acc tgg get gtg cga ccc etc acc etc tec tea cgc tgy gtc act 536 

lie Thr Trp Ala Val Arg Pro Leu Thr Leu Ser Ser Arg Cys Val Thr 
130 135 140 

get ggc acc age tgc etc att tec ggc tgg. ggc age acg tec age ccc 584 

Ala Gly Thr Ser Cys Leu lie Ser Gly Trp Gly Ser Thr Ser Ser Pro 
145 150 155 



cag tta cgc ctg cct cac acc ttg cga tgc gee aac ate acc ate att 
Gin Leu Arg Leu Pro His Thr Leu Arg Cys Ala Asn lie Thr lie lie 
160 165 170 



632 



gag cac cag aag tgt gag aac gee tac ccc ggc aac ate aca gac acc 680 

Glu His Gin Lys Cys Glu Asn Ala Tyr Pro Gly Asn lie Thr Asp Thr 
175 180 185 

atg gtg tgt gee age gtg cag gaa ggg ggc aag gac tec tgc cag ggt 728 

Met Val Cys Ala Ser Val Gin Glu Gly Gly Lys Asp Ser Cys Gin Gly 
190 195 200 205 

gac tec ggg ggc cct ctg gtc tgt aac cag tct ctt caa ggc att ate 776 

Asp Ser Gly Gly Pro Leu Val Cys Asn Gin Ser Leu Gin Gly lie lie 

210 215 220 

tec tgg. ggc cag gat ccg tgt gcg ate acc cga aag cct ggt gtc tac 824 

Ser Trp Gly Gin Asp Pro Cys Ala He Thr Arg Lys Pro Gly Val Tyr 
225 230 235 

acg aaa gtc tgc aaa tat gtg gac tgg ate cag gag acg atg aag aac 872 

Thr Lys Val Cys Lys Tyr Val Asp Trp He Gin Glu Thr Met Lys Asn 
240 245 250 



aat tagactggac ccacccacca cagcccatca ccctccattt ccacttqqtq 
Asn 



925 



tttggttcc 



934 



<210> 6 

<211> 275 

<212> PRT 

<213> Homo sapiens 

<400> 6 



Met Arg He Leu Gin Leu He Leu Leu Ala Leu Ala Thr Gly Leu Val 
-20 -15 -10 
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Gly Gly Glu Thr Arg lie lie Lys Gly Phe Glu Cys Lys Pro His Ser 
-5 -11 5 10 

Gin Pro Trp Gin Ala Ala Leu Phe Glu Lys Thr Arg Leu Leu Cys Gly 
15 20 25 

Ala Thr Leu lie Ala Pro Arg Trp Leu Leu Thr Ala Ala His Cys Leu 
30 35 40 

Lys Pro Trp Val Ser Leu Thr Ser Pro Thr His Val Ser Pro Asp Leu 
45 50 55 

Ser Ser Ser Asn Tyr Cys Leu Ser His Leu Ser Arg Tyr lie Val His 
60 65 70 75 

Leu Gly Gin His Asn Leu Gin Lys Glu Glu Gly Cys Glu Gin Thr Arg 
80 85 90 

Thr Ala Thr Glu Ser Phe Pro His Pro Gly Phe Asn Asn Ser Leu Pro 
95 100 105 

Asn Lys Asp His Arg Asn Asp lie Met Leu Val Lys Met Ala Ser Pro 
110 115 120 

Val Ser lie Thr Trp Ala Val Arg Pro Leu Thr Leu Ser Ser Arg Cys 
125 130 135 

Val Thr Ala Gly Thr Ser Cys Leu lie Ser Gly Trp Gly Ser Thr Ser 
140 145 150 155 

Ser Pro Gin Leu Arg Leu Pro His Thr Leu Arg Cys Ala Asn lie Thr 
160 165 170 

lie lie Glu His Gin Lys Cys Glu Asn Ala Tyr Pro Gly Asn lie Thr 
175 180 185 

Asp Thr Met Val Cys Ala Ser Val Gin Glu Gly Gly Lys Asp Ser Cys 
190 195 200 

Gin Gly Asp Ser Gly Gly Pro Leu Val Cys Asn Gin Ser Leu Gin Gly 
205 210 215 

lie lie Ser Trp Gly Gin Asp Pro Cys Ala lie Thr Arg Lys Pro Gly 
220 225 230 235 

Val Tyr Thr Lys Val Cys Lys Tyr Val Asp Trp lie Gin Glu Thr Met 
240 245 250 
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<210> 7 
<211> 99 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide to construct plasmid pSecTrypHis 
<400> 7 

aagcttggct agcaacacca tgaatctact cctgatcctt acctttgttg ctgctgctgt 60 
tgctgccccc tttgacgacg atgacaagga tccgaattc 99 

<210> 8 
<211> 99 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide to construct plasmid pSecTrypHis 
<400> 8 

gaattcggat ccttgtcatc gtcgtcaaag ggggcagcaa cagcagcagc aacaaaggta 60 
aggatcagga gtagattcat ggtgttgcta gccaagctt 99 

<210> 9 

<211> 15 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer to ampify neurosin-encoding seque 
nee 

<400> 9 

ttggtgcatg gcgga 15 

<210> 10 
<211> 27 
<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer to amplify neurosin-encoding sequ 
ence 

<400> 10 

tcctcgagac ttggcctgaa tggtttt 27 

<210> 11 

<211> 35 

<212> DNA 

<213> Artificial Sequence 
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<220> 

. <223> Designed oligonucleotide primer to amplify a portion of plasmid p 
SecTrypHis/Neurosin 

<400> 11 

gcgctagcag atctccatga atctactcct gatcc 35 

<210> 12 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer to amplify a portion of plasmid p 
SecTrypHis/Neurosin 

<400> 12 

tgaagcttgc catggaccaa cttgtcatc 2 9 

<210> 13 

<211> 26 

<212> DNA 

<213> Artificial Sequence 

<220> . 

<223> Designed oligonucleotide primer to amplify a portion of plasmid p 
TrypHis 

<400> 13 

ccaagcttca ccatcaccat caccat 2 6 

' <210> 14 

<211> 17 ■ 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer to amplify a portion of plasmid p 
TrypSigTag ^ 

<400> 14 

gcacagtcga ggctgat 17 

<210> 15 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer to amplify a portion of plasmid p 
FBTrypSigTag ^ 

<400> 15 

caaatgtggt atggctg 17 

<210> 16 
<211> 20 
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<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer to amplify active hBSSP6-encoding 
sequence 

<400> 16 

atcatcaagg gttatgagtg 20 

<210> 17 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer to amplify active hBSSP6-encoding 
sequence 

<400> 17 

cggaattcgc attaagaaga ggttggag 28 

<210> 18 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer designated as hBSSP6Fl for RACE f 
or human BSSP6 (forward) 

<400> 18 

tcaagccccg ctacatagtt 20 

<210> 19 
<211> 20 
<212> DNA 

<213> ' Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer designated as hBSSP6F2 for RACE f 
or human BSSP6 (forward) 

<400> 19 

atcatgctgg tgaagatggc 20 

<210> 20 

<211> 20 

<212> DNA 

<213> Artificial Sequence 

Designed oligonucleotide primer designated as hBSSP6F3 to amplify 
full-length human brain BSSP6-encoding mRNA (forward) 



<220> 
<223> 



<400> 20 

ggactcaaga gaggaacctg 20 
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<210> 21 

<211> 20 

<212> DNA 

<213> Artificial Sequence ■ 
<220> 

<223> Designed oligonucleotide primer designated as hBSSP6F4 to amplify 
mature human BSSP6-encoding region (forward) 

<400> 21 

atcatcaagg ggttcgagtg 20 

<210> 22 

<211> 20 

<212> DNA 

<213> Artificial Sequence 



<220> 
<223> 



Designed oligonucleotide primer designated as hBSSP6F5 to amplify 
full-length human prostate BSSP6-encoding mRNA (forward) 



<400> 22 

ctgccttgct ccacacctgg 20 

<210> 23 
<211> 20 
<212> DNA 

<213> . Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer designated as hBSSP6Rl for RACE f 
or human BSSP6 (reverse) 

<4 00> 23 

ttctcacact tctggtgctc 20 

<210> 24 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer designated as hBSSP6R2 for RACE f 
or human BSSP6 (reverse) 

<400> 24 

atggtgtctg tgatgttgcc 20 

<210> 25 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer designated as hBSSP6R3/P to ampli 
fy full-length human BSSP6-encoding mRNA (reverse) 

<400> 25 

aactgcagga accaaacacc aagtgg 26 
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<210> 26 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer designated as mBSSP6Fl for RACE f 
or mouse BSSP6 (forward) 

<400> 26 

cgacttcaac aacagcctcc 



<210> 27 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designated oligonucleotide primer designated as mBSSP6F2 for RACE 
for mouse BSSP6 (forward) 

<400> 27 

cttctttacc cgagctgtgc 20 



<210> 28 

<211> 20 

<212> DNA 

<213>- Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer designated as mBSSP6F3 to amplify 
full-length mouse prostate BSSP6-encoding mRNA (forward) 

<400> 28 

taagctagga gaactgaggc 20 



<210> 29 

<211> 18 

<212> DNA 

<213> Artificial Sequence 



<220> 



<223> Designed oligonucleotide primer designated as mBSSP6F4 to amplify 
mature mouse BSSP6-encoding region (forward) 

<400> 29 

atcaagggtt atgagtgc 18 



<210> 30 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer designated as mBSSP6F5 to amplify 
full-length mouse brain BSSP6-encoding mRNA (forward) 



Page 14 



) UEMURA4 finish. ST25.tx 



<400> 30 

cttacaggct tggggattg -^9 

<210> 31 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer designated as mBSSP6Rl for RACE f 
or mouse BSSP6 (reverse) 

<400> 31 

gatgatgcct tgaagagatc 20 



<210> 32 

<211> 21 * 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer designated as mBSSP6R2 for RACE f 
or mouse BSSP6 (reverse) 

<400> 32 

catggtgtct gtgatgttgc c 21 



<210> 33 

<211> 28 

<212> DNA 

<213> Artificial Sequence 



<220> 
<223> 



Designed oligonucleotide primer designated as mBSSP6R3/E to ampli 
fy full-length mouse BSSP6-encoding mRNA (reverse) 



<400> 33 

cggaattcgc attaagaaga ggttggag 28 

<210> 34 

<211> 20 

<212> DNA 

<213> Artificial Sequence 



<220> 
<223> 



Designed oligonucleotide primer designated as hBSSP6R3 to amplify 
a portion of BSSP6 ' variant type-encoding mRNA from human prostat 
ic cancer cell line PC-3 (reverse) 



<400> 34 

atggtgtctg tgatgttgcc 20 



<210> 35 

<211> 20 

<212> DNA 

<213> Artificial 

<220> 



Sequence 
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<223> Designed oligonucleotide primer designated as hBSSP6F7 to amplify 
a portion of human BSSP6-encoding mRNA (forward) 

<400> 35 

cctcaagccg tgggtgtcac ' 20 

<210> 36 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer to amplify conserved region of se 
rin proteases-encoding sequence 

<220> 

<221> misc_feature 

<222> (9) . . (9) 

<223> n is a, c, g or t . 

<220> 

<221> misc_feature 

<222> (12) . . (12) 

<223> n is a, c, g or t . 

<400> 36 

gtgctcacng cngcbcaytg 20 

<210> 37 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer to amplify conserved region of se 
rin proteases-encoding sequence 

<220> 

<221> misc_feature 

<222> (12).. (12) 

<223> n is a, c, g or t . 

<220> 

<221> misc_f eature 

<222> (15).. (15) 

<223> n is a, c, g or t. 

<400> 37 

ccvctrwsdc cnccnggcga 2 0 

<210> 38 

<211> 117 

<212> DNA 

<213> Artificial Sequence 
<220> 
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<223> Designed oligonucleotide to construct plasmid pTrypHis 
<400> 38 

aagcttggct agcaacacca tgaatctact cctgatcctt acctttgttg ctgctgctgt 
tgctgccccc tttcaccatc accatcacca tgacgacgat gacaaggatc cgaattc 

<210> 39 
<211> 117 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide to construct plasmid pTrypHis 
<400> 39 

gaattcggat ccttgtcatc gtcgtcatgg tgatggtgat ggtgaaaggg ggcagcaaca 
gcagcagcaa caaaggtaag gatcaggagt agattcatgg tgttgctagc caagctt 

<210> 40 

<211> 5 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 40 

Asp Asp Asp Asp Lys 



<210> 41 

<211> 4 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 41 



1 



5 



Lys Val His Gly 
1 



